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The Trichoderma viride pgk gene was isolated from a genomic
library cloned in pT3T7lac using a synthetic oligonucleotide
probe derived from the sequence of the pgk gene of T. reesei
(1). Four clones were obtained and hybridized with 750-bp
fragment of T. reesei pgk. Only one of the clones showed high
h6mology using these hybridization conditions. We suggest,
deduced from comparisons with other sequences of the pgk gene,
that there are introns at nucleotide positions from 135 to 325 and
from 747 to 819, respectively. The deduced amino acid sequence
comparison showed a high homology with pgk from other species:
81 % with T. reesei (1) and 55% with Saccharomyces cerevisiae
(2).
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